Bacillus thuringiensis is an agriculturally significant bacterium and common biological pesticide. B. thuringiensis strain MW was isolated from a freshwater stream in Mont Vernon, NH, and sequenced. A draft genome assembly of 5,935,630 bp with a GϩC content of 34.86% and an N 50 value of 1,154,949 bp was generated.
able on the NCBI Sequence Read Archive "Analysis" tab). Strain MW was found to be most closely related to B. thuringiensis serovar fukuokanensis (serotype 3a:3d:3e), which has known mosquitocidal ␦-endotoxins (14) . An initial search for crystalline pesticidal genes in the genome of strain MW found a putative Cry5Ba protein, which has been shown to target hymenopterans, including fire ants, in strain PS86Q3 (15, 16) .
Data availability. This Bacillus thuringiensis whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under accession number SUPP00000000. The version described in this paper is the first version, SUPP01000000. The raw Illumina data from BioProject accession number PRJNA534292 were submitted to the NCBI Sequence Read Archive (SRA) under experiment accession number SRX6871116.
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